Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.009 Å; disorder in main residue; R factor = 0.056; wR factor = 0.166; data-to-parameter ratio = 25.0.
In the title compound, [Sn(C 6 H 11 ) 3 (C 15 H 14 NO 2 )], the Sn IV atom adopts a distorted tetrahedral SnOC 3 arrangement. The dihedral angle between the benzene rings in the mefanamic acid molecule is 82.16 (17) and intramolecular N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds help to establish the conformation. Two of the cyclohexyl rings are disordered over two sets of sites with equal occupancies.
Related literature
For the synthesis, see: Danish et al. (1997) . For related structures, see: Danish et al. (1997 Danish et al. ( , 2009 Tahir et al. (1997a,b) ; Willem et al. (1998) .
Experimental
Crystal data [Sn(C 6 H 11 ) 3 (C 15 H 14 NO 2 )] M r = 608.41 Triclinic, P1 a = 9.6093 (2) Å b = 12.0104 (3) Å c = 15.5241 (4) Å = 109.872 (1) = 90.616 (2) = 110.548 (1) V = 1560.47 (6) Å 3 Z = 2 Mo K radiation = 0.85 mm À1 T = 296 K 0.28 Â 0.22 Â 0.20 mm
Data collection
Bruker Kappa APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.797, T max = 0.841 31924 measured reflections 7684 independent reflections 5308 reflections with I > 2(I) R int = 0.030 Refinement R[F 2 > 2(F 2 )] = 0.056 wR(F 2 ) = 0.166 S = 1.02 7684 reflections 307 parameters 33 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 1.37 e Å À3 Á min = À0.49 e Å À3 Table 1 Selected bond lengths (Å ). Hydrogen-bond geometry (Å , ).
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA N1-H1Á Á ÁO2 0.90 (7) 1.93 (7) 2.656 (6) 137 (6) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Special details
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 118.6 (6) H27A-C27A-H27B 108.9 C11-C12-C14 120.5 (7) C24B-C23B-C22 115.1 (17) C13-C12-C14 120.8 (7) C24B-C23B-H23C 108.5 C8-C13-C12 118.7 (6) C22-C23B-H23C 108.5 C8-C13-C15 121.2 (5) C24B-C23B-H23D 108.5 C12-C13-C15 120.1 (6) C22-C23B-H23D 108.5 C12-C14-H14A 109.5 H23C-C23B-H23D 107.5 C12-C14-H14B 109.5 C25-C24B-C23B 109.0 (17) H14A-C14-H14B 109.5 C25-C24B-H24C 109.9 C12-C14-H14C 109.5 C23B-C24B-H24C 109.9 H14A-C14-H14C 109.5 C25-C24B-H24D 109.9 H14B-C14-H14C 109.5 C23B-C24B-H24D 109.9 C13-C15-H15A 109.5 H24C-C24B-H24D 108.3 C13-C15-H15B 109.5 C25-C26B-C27B 106.1 (14) H15A-C15-H15B 109.5 C25-C26B-H26C 110.5 C13-C15-H15C 109.5 C27B-C26B-H26C 110.5 H15A-C15-H15C 109.5 C25-C26B-H26D 110.5 H15B-C15-H15C 109.5 C27B-C26B-H26D 110.5 C17B-C16-C21A 119 (2) H26C-C26B-H26D 108.7 C17B-C16-C21B 115.7 (19) C22-C27B-C26B 121.4 (18) C21A-C16-C17A 110 (2) C22-C27B-H27C 107.0 C21B-C16-C17A 107 (2) C26B-C27B-H27C 107.0 C17B-C16-Sn 111.2 (9) C22-C27B-H27D 107.0 C21A-C16-Sn 114.0 (11) C26B-C27B-H27D 107.0 C21B-C16-Sn 119.1 (10) H27C-C27B-H27D 106.7 C17A-C16-Sn 115.2 (8) C33A-C28-C29B 93.9 (10) C17B-C16-H16 99.3 C33A-C28-C29A 111.0 (9) C21A-C16-H16 105.4 C29B-C28-C33B 108.4 (9) C21B-C16-H16 103.0 C29A-C28-C33B 125.4 (9) sup-13 C19-C20B-C21B-C16 58 (5) Sn-C28-C33B-C32B −178.2 (14) O1-Sn-C22-C27B 152.9 (11)
Hydrogen-bond geometry (Å, °) D-H···A D-H H···A D···A D-H···A N1-H1···O2 0.90 (7) 1.93 (7) 2.656 (6) 137 (6) 
